glycoprotein-specific antibodies are present at high levels concurrent with the longitudinal detection of genomic RNA. A large-scale seroprevalence and cross-neutralization study is ongoing. We used complete genome and H gene sequences in a comprehensive phylogenetic analysis. FeMV US1 is closely related to viruses from Asia, highlighting the global distribution of FeMV (Figure, panel A) ) clustered phylogenetically in a basal sister relationship with all other viruses from Asia and the United States ( Figure, panel B) , suggesting a long evolutionary association of FeMV in feline hosts.
haematobium infection typically depends on the detection of viable ova in the urine. However, in regard to S. haematobium infections acquired in Corsica, several ova excreted by the first 2 published case-patients (i.e., the 12-year-old boy and his father) exhibited atypical morphology (4) . Therefore, we supplemented our morphologic study with a molecular study of miracidia by using cytochrome c oxydase mitochondrial DNA barcoding and the internal transcribed spacer 2 gene.
The results indicated that the schistosome responsible for the infection of the first case-patient reported in Corsica was S. haematobium that had been introgressed by genes of zoonotic S. bovis through a hybridization process. S. bovis is the cause of bovine intestinal schistosomiasis and uses the same intermediate host (Bulinus truncatus snails) that S. haematobium uses (5) . Such interactions between S. haematobium and S. bovis have also been reported in Benin (5). These findings imply that the clinical course of case-patients and diagnostic test results might be affected by atypical schistosomiasis. Whereas the boy in our study experienced a clinically typical schistosomal infection of the bladder, his father and his siblings, who had identical histories of exposure, were seropositive for S. haematobium but were asymptomatic (4).
We recommend that clinicians treat any suspected case of S. haematobium infection, whether or not the patient excretes ova, given that the disease is potentially serious and the indicated drug for treatment (praziquantel) is safe. Epidemiologic analyses should take into account the role of zoonotic S. bovis infection and supplement parasitological investigations with molecular analyses (5, 6) .
